a Homologues within the Legionella genus were conservatively predicted using an E value cutoff of <1x10 -20 and an alignment length of at least 80% (Gomez-Valero L, Rusniok C, Rolando M, Neou M, Dervins-Ravault D, Demirtas J, et al. Genome Biol 15:505, 2014) .
b the lspJ gene of L. drancourtii lies at the end of a contig, thus we cannot conclude whether the entire gene is intact.
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